Validation of the purity of FACS-sorted GCs. Relative expression (RT-qPCR) of the cell specific genes Vasa (GCs), Cdkn1b and Sox9 (Sertoli cells) and 3βHSD (Leydig cells) compared to whole testis are shown (Means ± SEM, N=4).
Rat bodymap data demonstrate large tissue differences in mRNA expression between liver and testes A. Distribution of expression values for annotated Rattus norvegicus protein-coding mRNAs displayed obvious differences between tissues. B. Hierarchical clustering of protein-coding gene expression separated samples by tissue type, in contrast to that found for comparison of CD-and HFD-fed rats (Figures 4B, 5B and supplementary figure 2B-3). C. Principal component analysis across expressed protein-coding genes differentiated between liver and testis samples, with 90% of the variation in expression explained by tissue differences. D. Differential expression testing detected large differences in gene expression between liver and testis tissue in the Rat Bodymap dataset that was not observed in the transcriptome components of the GCs of rats fed CD or HFD diets (red dots indicate significance with adjusted p-value ≤ 0.05). 
Figure S5 Power curves of spike-in experiments.
A. Spike-in analysis of proteincoding genes demonstrated sufficient statistical power (80%) to detect estimated absolute log2 fold changes greater than ~|0.4| (horizontal grey line). The smallest observed estimate was ~|0.6|, shown by the vertical red line, indicating there was sufficient statistical power to detect a wide range of log fold changes. B. Spike-in analysis of miRNA data showed lower statistical power for the smallest observed difference, but there was sufficient power (grey line) at a similar level as for the protein-coding genes (~|0.4|). This suggests the sample size used in this study would have sufficient power to detect any observations above this threshold. Table S2 . Demographics of F1 litters born to F0 rats in which the mother or father had been exposed for 14 weeks to a control (CD) or high fat diet (HFD).
